Bacteriophages that infect the foodborne pathogen Listeria monocytogenes were previously isolated from New York dairy farms. The complete genome sequences for three of these Listeria phages, with genome sizes of 64.6 to 65.7 kb, are presented here. Listeria phages LP-010, LP-013, and LP-031-2 are siphoviruses that belong to the genus Homburgvirus.
genomes have 97.65 to 99.35% ANIm across 95.80 to 99.58% of the aligned sequences. They are most similar to LP-114 (Homburgvirus genus), with 97.5 to 97.8% ANIm across 93.6 to 96.5% of the aligned sequences. LP-010 and LP-013 are Siphoviridae phages with elongated capsids measuring 66 by 133 nm and 58 by 129 nm, respectively, and tail lengths of 167 nm (Fig. 1) .
Data availability. These phages are under BioProject number PRJNA544516 (BioSample numbers SAMN12053434, SAMN12053435, and SAMN12053437). Raw reads were deposited in the SRA (SRR9597079, SRR9597080, and SRR9597081) and the annotated genomes in GenBank (accession numbers MN114082, MN114083, and MN128593).
